The PDF file includes: Fig. S10 . Budding yeast condensin, but not cohesin, compacts λ-DNA against 1 pN stretching force. Legends for tables S1 and S2 Legends for movies S1 to S6
Other Supplementary Material for this manuscript includes the following:
(available at advances.sciencemag.org/cgi/content/full/5/11/eaay6804/DC1) Table S1 (Microsoft Excel format). Mass spectrometry analysis of cohesin wild type and ATPase mutant (Smc3-K38I) tetramer complexes and the loader complex Scc2-Scc4. DNA molecule between two optically trapped beads, DNA was incubated in the presence of protein in a relaxed conformation (3 μm bead distance) for 30s in 50mM NaCl and then moved to a buffer channel with 50mM NaCl for extension and measurements. Only ATP exhibits DNA bridging rupture events. Note that one of the FE curves (first curve in the ATP set) was used to illustrate bondrupture events in Fig. 2A . FE curves during sequential extension and relaxation cycles at 300mM and 500mM NaCl.
After capture of λ-DNA between the two optically trapped beads, DNA is relaxed (3μm bead distance) and incubated for 30 seconds in the protein channel (1 nM cohesin and 2.5 nM complex and 1 mM ATP in 50mM NaCl). DNA is moved to a buffer channel (either 300mM NaCl or 500mM NaCl as indicated) before re-extension to test for DNA bridges. After confirmation of the bridges and full . S extension of the molecule (FE curves on the left), the DNAs are relaxed in the same channel (either 300mM NaCl or 500mM NaCl as indicated) and re-extended for a second time. FE curves of the second re-extension (FE curves on the right) show that the DNA bridge has not been displaced. Two independent molecules are shown. The first extension is also shown in Fig. 3D -F. Table S1 . Mass spectrometry analysis of cohesin wild type and ATPase mutant (Smc3-K38I) tetramer complexes and the loader complex Scc2-Scc4.
Supplementary Figure 6
Movies S1 to S3. Time-lapse videos showing cohesin tethering.
